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NOTICE TO COMPLY WITH REQUIREMENTS FOR PATENT APPLICATIONS 
CONTAINING NUCLEOTIDE SEQUENCE AND/OR AMINO ACID SEQUENCE 

DISCLOSURES 

Applicant is given TWO MONTHS FROM THE DATE OF THIS NOTICE within which to file the items indicated 
below to avoid abandonment. Extensions of time may be obtained under the provisions of 37 CFR 1 .136(a). 

• A copy of the "Sequence Listing" in computer readable form has been submitted. However, the content of 
the computer readable form does not comply with the requirements of 37 C.F.R. 1 .822 and/or 1 .823, as 
indicated on the attached copy of the marked -up "Raw Sequence Listing." Applicant must provide a 
substitute computer readable form (CRF) copy of the "Sequence Listing" and a statement that the content 
of the sequence listing information recorded in computer readable form is identical to the written (on paper 
or compact disc) sequence listing and, where applicable, includes no new matter, as required by 37 CFR 
1.821(e), 1.821(f), 1.821(g), 1.825(b), or 1.825(d). 



For questions regarding compliance to these requirements, please contact: 

■ For Rules Interpretation, call (703) 308^216 

■ To Purchase Patentin Software, call (703) 306-2600 

■ For Patentin Software Program Help, call (703) 306-4119 ore-mail at 
patin21help@uspto.gov or patin3help@uspto.gov 



A copy of this notice MUST be returned with the reply. 



Customer Service Center 

Initial Patent Examination Division (703) 308-1202 

PART 3 - OFFICE COPY 



Raw Seqoencc LbUnt Error Summaj7 



KRROR DETECTED 

ATTN: NEW RULES CASES; 

1 Wrapped Nuddo 
Wrapped Amino* 



SUGGESTED CORRECriON SERIAL NUMBER: 

PLEASE DISREGARD ENCUSH "ALPHA" HEADERS. WHICH WERE INSERTED BY PTO SOFTWARE 

The numberAext at th« end of each line %flrapped^ A>wn to the next line. Thb may occur if your file 
wai retrieved in a word proccasor after aeating it. Please adjust your right margin to J; this wiU 
prevent 'Nvrapping."' 



2 Invalid Unc Unglh The niles require that a line not exceed 72 character! in length. This includes while spaces. 

3 . Misaligned Amino The numbering under each 5* amino add is misaligned. Do not use tab codes between numberr. 
Numbering use space charactcra, instead. 

4 Non-ASClI "Hie submitted file was not saved in ASCn(DOS) text, as required by the Sequence Rules. Please 

ensure your subsequent lubmlsslon b aaved In ASCII teit 

5 Variable Unglh Sequencc<s) contain n's or Xaa'i representing more than one residue. Per Sequence Rules, 

^cj, „ or Xaa can only represent a alntle residue. Please present ihe maximum number of each 
residue having variable length and indicile in the <220>-<223> seetio^hat some may be missing. 

6 Palcnlln 2.0 A --bug- in Patentin version 2.0 has caused the <220>-<223> section lo be missing from amino add 

"bug" sequcnces(i) . Normally, Patentin would automatically generate this section fronri the 

previously coded nucldc add sequence. Please manually copy ihe relevant <220>-<223> section to 
the subsequent amino add lequence. This applies lo the mandatory <220>-<223> sections for 
Artinctal or Unknown sequences.' 

7 Skipped Sequences -Scqucnce<s) missing. If inlenlional, please insert Ihc following lines for each skipped sequence: 

(OLD RULES) (2) INFORMATION FOR SEQ ID Np:X: (insert SEQ ID NO where "X^ is shown) 

(i) SEQUENCE CHARACTERISTICS: (Do not insert any subheadings under this heading) 

(xi) SEQUENCE DESCR1PTI0N:SEQ ID NO:X: (insert SEQ ID NO where "X'; is sho^V^) 
This sequence is intentionally skipped 

Please also adjust the -(ii) NUMBER OF SEQUENCES:" response lo Indude Ihc skipped sequences. 
8 Skipped Sequences Sequcncc(s) missing. If Intentional, please insert the following lines for each skipped sequence. 
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J 
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(NEW RULES) 



Use ofn*aorXaa*« 

(NEW RULES) 



_Invalid<213> 
Resporue 

Use of<220> 



<210> sequence id number 
<400> sequence id number 
000 
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Patentin 2.0 
Ixig" 



Use of n's and/or Xaa'i have been detected in the Sequence Listing. 

Per 1.823 of Sequence Rules, use of <220>-<223> is MANDATORY if n's or Xaa's arc present 

In <220> to <223> sectiorv please explain location of n or Xaa, and which residue n or Xaa repr esenU 

Per 1.823 of Sequence iGilcs; the only vaHd <2 13> responses are: Unknown, Arttfidal Sequence, or 
sdentific name (Ocnus/spedesX <220>-<223> section is required when <213> response is Unknown or 
is Artificia] Sequence ■ • • l 

Sequencc<s) missing the <220> •'Feature- and associated numeric identifiers and responses. 

l5e of <220> to <223> u MANDATORY if <213> •X>rganism- response is -Aitifidal Sequence- or 

-Unknown.- Please explain source of genetic material in <220> lo <223> section. 

(See -Federal Register,- 0dA)l/1998, VoL 63, Na 104, pp. 2963 1-32) (Sec 1.823 of Sequence Rules) 

Please do not use "Copy to Disk- function of Patentin version 2.0. This causes a corrupted file, 

resuhing in nussing mandatory nunaerk identifiers and responses (as indicated o^ 

listing). Instead, please use -File Managtr- or any other manual means lo copy file to floppy disk. 
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Misuse of n 



a can only be used to represent a single nndeotlde in a nucleic acid sequence, N is not used to reprcscrt 
aisy vahie not tpedncally a oudeoCidc 

AMOMH - Biotechnology Systems Branch - 08/21/2001 



